Performance improvement in protein N-myristoyl classification by BONSAI with insignificant indexing symbol.
Many N-myristoylated proteins play key roles in regulating cellular structure and function. In the previous study, we have applied the machine learning system BONSAI to predict patterns based on which positive and negative examples could be classified. Although BONSAI has helped establish 2 interesting rules regarding the requirements for N-myristoylation, the accuracy rates of these rules are not satisfactory. This paper suggests an enhancement of BONSAI by introducing an "insignificant indexing symbol" and demonstrates the efficiency of this enhancement by showing an improvement in the accuracy rates. We further examine the performance of this enhanced BONSAI by comparing the results of classification obtained the proposed method and an existing public method for the same sets of positive and negative examples.